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Table 1: Nucleotide polymorphisms of Major histocompatibity complex (MHC) I genes in ruminants 
and monogastrics
Number of Haplotype h, Haplotype (gene) diversity Hd, Average number of nucleotide differences K, 
Nucleotide diversity Pi, Nucleotide diversity (Jukes and Cantor) Pi (JC), Parsimony informative sites 
PIP, singleton variable sites Sp, Number of polymorphic (segregating) sites S (PIP+Sp), GC content 
(G+C).
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Table 2: Nucleotide polymorphisms of Major histocompatibity complex (MHC) II genes in ruminants 
and monogastrics.
Number of Haplotype h, Haplotype (gene) diversity Hd, Average number of nucleotide differences K, 
Nucleotide diversity Pi, Nucleotide diversity (Jukes and Cantor) Pi (JC), Parsimony informative sites 
PIP, singleton variable sites Sp, Number of polymorphic (segregating) sites S (PIP+Sp), GC content 
(G+C).
Table 3: Nucleotide polymorphisms of Major histocompatibity complex (MHC) III genes in ruminants 
and monogastrics.
Number of Haplotype h, Haplotype (gene) diversity Hd, Average number of nucleotide differences K, 
Nucleotide diversity Pi, Nucleotide diversity (Jukes and Cantor) Pi (JC), Parsimony informative sites 
PIP, Singleton Variable sites Sp, Number of polymorphic (segregating) sites S (PIP+Sp), GC content 
(G+C).
Table 4: Amino acid sequence of six livestock MHC class I to III genes with their ascension numbers 
and sequence lengths.
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The optimal tree's sum of branch length was 2.44885709 (2 x 10 ).
Figure 2: Neighbour-joining phylogenetic tree showing the evolutionary relationships among the 
ruminants and monogastrics MHC class II proteins.
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